Papaver rhoeas, an annual plant species in the Papaveraceae family, is part of the biodiversity of agricultural ecosystems and also a noxious agronomic weed. We developed microsatellite markers to study the genetic diversity of P. rhoeas, using an enriched microsatellite library coupled with 454 next-generation sequencing. A total of 13,825 sequences were obtained that yielded 1795 microsatellite loci. After discarding loci with less than six repeats of the microsatellite motif, automated primer design was successful for 598 loci. We tested 74 of these loci for amplification with a total of 97 primer pairs. Thirty loci passed our tests and were subsequently tested for polymorphism using 384 P. rhoeas plants originating from 12 populations from France. Of the 30 loci, 11 showed reliable polymorphism not affected by the presence of null alleles. The number of alleles and the expected heterozygosity ranged from 3 to 7.4 and from 0.27 to 0.73, respectively. A low but significant genetic differentiation among populations was observed (F ST = 0.04; p < 0.001). The 11 validated polymorphic microsatellite markers developed in this work will be useful in studies of genetic diversity and population
Introduction
The Papaver genus in the Papaveraceae family comprises 100 species distributed in various countries around the world, from central and south Europe to temperate Asia, America, Oceania and South Africa [1] . Papaver rhoeas L. (corn poppy) is one of the most well-known members of this genus, easily identified by its scarlet flowers. This species has been the symbol for Remembrance Day (or Poppy Day) since the end of WWI, which makes it a heritage species. P. rhoeas is a semelparous species that thrives in disturbed land. It has a high reproductive potential through its seeds, which are dormant and have long viability, thus facilitating its persistence and spread [2] [3] [4] . Its abundant pollen is an important food source for honeybees during their foraging period [5] as well as for other beneficial insects [6, 7] . On the other hand, P. rhoeas can dominate agricultural fields, where it is listed as a serious annual weed of winter cereal crops that can cause significant yield losses because of its high competitive ability [8] . The agronomic significance of P. rhoeas also includes indirect harmful effects on crops through the harbouring of phytopathogenic viruses [9] .Various uses have been documented for all plant parts of P. rhoeas [10] .
P. rhoeas is an insect-pollinated, diploid hermaphroditic species (2n = 14) with high self-incompatibility [11] . Outcrossing contributes to high levels of genetic variation and heterozygosity [12] . P. rhoeas has been reported to exhibit high phenotypic plasticity and high genetic variation, which for example results in variable petal pigmentation and leaf shape [13] .
Quantification of genetic diversity within and among populations of P. rhoeas is important for the study of the ecology and population structure of this species. Such studies can assist in implementing management strategies in the context of either conservation ecology or weed control. Simple sequence repeat (SSR) markers, also called microsatellite markers, are popular tools used to assess the genetic diversity of species [14] . Their advantages include good repeatability, a high level of polymorphism and co-dominance. There are currently no microsatellite markers available for genetic comparisons between P. rhoeas populations. The aim of this work was to develop and validate polymorphic microsatellite markers for P. rhoeas, and to assess the genetic variation in 12 P. rhoeas populations from France.
Results and Discussion

Next-Generation Sequencing Results
A total of 13,825 sequences were obtained from the P. rhoeas enriched library. Average sequence length was 240 nucleotides, with a maximum length of 570 nucleotides. After discarding short sequences (less than 80 nucleotides) and sequences without microsatellite motifs, the remaining sequences were filtered for redundancy and multiple copies in the sequence data set. In total, 1795 validated microsatellite loci were identified. Automated primer design was successful for 829 loci. Loci with less than six repeats of the microsatellite motif were discarded, yielding 598 loci for which the QDD pipe-line generated 4453 primer pairs.
Development of Microsatellite Markers
We selected 74 of the 598 microsatellite loci based on the lowest value of the "penalty" index computed by QDD. A total of 97 primer pairs were tested to amplify the 74 loci. An amplicon was consistently obtained from 30 of the 74 selected loci. The 30 amplicons were sequenced in both directions with the corresponding primer pair. They were all confirmed to contain the expected microsatellite motif, and polymorphism was observed for all loci among the seven P. rhoeas plants used for screening. Among the 30 loci, 20 carried a dinucleotide motif and 10 a trinucleotide motif. The remaining 44 loci were not further considered because no amplicon could be obtained, or amplicons were not obtained for all seven P. rhoeas plants used for screening, or no polymorphism was detected after sequencing the amplicons.
The 30 microsatellite loci were further tested on 384 P. rhoeas plants (12 populations of 32 individuals each). The software MicroChecker [15] was used to identify microsatellites with null alleles or large allele drop-out (i.e., short allele dominance due to PCR artefacts). There was no evidence for large allele drop-out in any loci. Null alleles can cause deviations from Hardy-Weinberg equilibrium, and can introduce substantial bias in population genetic analyses. Loci for which null alleles were detected in a majority of populations (more than seven populations among the 12 studied) were, therefore, not further considered. This screening resulted in a final set of 11 microsatellite loci, the characteristics of which are summarised in Table 1 . 
Genotyping and Population Genetics Analysis
A total of 384 plants from 12 natural populations of P. rhoeas collected in cultivated fields in France (32 plants per population) were genotyped at the 11 microsatellite loci. The average number of alleles per population (N A ) was between 3.0 (locus PMS073) and 7.4 (locus PMS002). The mean expected heterozygosity per population (H E ) also varied widely among loci, ranging from 0.271 (locus PMS073) to 0.731 (locus PMS037). Significant pairwise linkage disequilibrium was detected for only three pairs of loci: PMS005 and PMS073 (p-value < 0.01), PMS015 and PMS073 (p-value < 0.001) and PMS039 and PMS054 (p-value < 0.001).
A slight deficit in heterozygotes was observed for most loci in most populations, as indicated by positive F IS values (Table 2) . Locus PMS002 showed a significant deficit in heterozygotes in seven populations among the 12 studied. Microchecker analyses detected null alleles at this locus in these populations. This is likely the cause of the observed deviation from Hardy-Weinberg equilibrium. We therefore recommend this locus should be used with caution. Excluding locus PMS002 from the analyses did not alter the values of expected heterozygosity (H E ) observed over all loci in each population. Four other loci (PMS015, PMS051, PMS052 and PMS061) also showed some deviation from Hardy-Weinberg equilibrium. However, for each locus, this was only observed in one or two populations among the 12 studied (Table 2) .
Considering all loci except PMS002, the mean F IS value within population varied between −0.005 and 0.14. Under the assumption that deviation from Hardy-Weinberg equilibrium was due solely to inbreeding, the rate of autogamy, calculated as s = 2 F IS /(1+ F IS ), varied between 0% and 24% (overall mean: 11%). For several samples, the estimated rates of autogamy seemed to conflict with the self-incompatible mating system described in P. rhoeas [11] . We suspect that deviation from Hardy-Weinberg equilibrium in these samples resulted either from biparental inbreeding (i.e., mating among relatives due to limited seed dispersal and restricted pollinator flight distances), or from population subdivision at the level of each sampled field (Walhund effect). This remains to be investigated. When considering all 11 loci, the expected genetic diversity within population was always high, ranging from 0.518 to 0.589 (overall mean: 0.547). The genetic differentiation among all populations, as measured by F ST , was 0.04. This indicated large population sizes and/or high gene flow, as expected in an allogamous plant species [12] . Although low, the genetic differentiation among populations was highly significant (p-value < 0.001). Pairwise F ST values computed for all possible pairs of populations ranged from 0.009 to 0.087. A significant linear relationship was observed between pairwise F ST /(1 − F ST ) values and the natural logarithm of geographical distances between populations (r² = 0.182; p < 0.001) (Figure 1 ). This indicates isolation-by-distance among populations [16] . 
Experimental Section
Plant Material
Twelve P. rhoeas populations were sampled in agricultural fields in the Burgundy region (France) during the summer of 2011 (Table 3) . Samples consisted of one green leaf collected from each of 32 plants per field. The plants sampled were distributed across the field. 
Microsatellite Library and Primer Design
The approach used has been described elsewhere [17] . Briefly, a microsatellite-enriched library was generated using a high-throughput method based on the coupling of multiplex microsatellite enrichment and next-generation sequencing on a 454 GS-FLX Titanium platform. The sequences generated were analysed using the QDD pipe-line [18] , following the procedure described in [17] . Primer pairs were designed automatically using the Primer3 algorithm [19] implemented in the QDD pipeline with the setup described in [17] .
Loci Selection and Primer Editing
Microsatellite loci of interest were selected among those identified by running the QDD pipe-line using the following criteria: (1) a target microsatellite sequence containing at least six repeats of the microsatellite motif, and (2) an expected amplicon of 90 to 350 bp in length. Editing of the primer sequences generated by QDD was performed when necessary to ensure an annealing temperature around 60 °C, and the presence of a C or G nucleotide at each primer 3' end to increase the stability of primer binding to its target. The edited primers were then checked for self-complementarity and complementarity between primers in a same pair to avoid the formation of primer dimers. Primers sequences were further edited as needed.
DNA Amplification and Genotyping
All primer pairs were tested for PCR amplification on DNA extracted from seven P. rhoeas plants originating from five populations: FE (3 plants), BE (1 plant), ST (1 plant), CS (1 plant) and PY (1 plant). Geographic origins of the populations are shown in Table 3 . DNA was extracted using a rapid method [20] . PCR amplifications were performed using a Mastercycler (Eppendorf, Hamburg, Germany) thermocycler, in a 20 μL reaction mix containing 70 mM Tris-HCL, 2 mM MgCl 2 , 17 mM (NH 4 ) 2 SO 4 , 10 mM beta-mercaptoethanol, 0.05% (wt/vol) polyoxyethylene-ether W1, 0.2 mg/mL bovine serum albumin, 200 mM of each dNTP, 10 ng genomic DNA, 0.5 units of Taq DNA polymerase, and 0.2 μM each of reverse and forward primers. The PCR program used consisted of 5 min at 95 °C, followed by 37 cycles of 5 s at 95 °C, 10 s at 60 °C and 30 s at 72 °C [21] . Amplicons were visualised under UV light by electrophoresis on a 3% (wt/vol) agarose gel stained with ethidium bromide. When an intense amplicon was obtained from all seven plants, it was sequenced in both directions by Sanger sequencing to confirm the presence of the expected microsatellite motif. Primer pairs yielding amplicons in which the presence of the expected microsatellite motif was confirmed and polymorphism was observed by sequencing were used to genotype the corresponding microsatellite locus in the 12 P. rhoeas populations of 32 individuals each ( Table 3) .
The DNA extracts of all plants were diluted 50-fold prior to genotyping with fluorescent labelled markers. PCR products were dye-labelled (6-FAM, NED, VIC or PET directly attached to the forward primer in each primer pair) and assayed on an ABI 3730XL sequencer (Applied Biosystems, Foster City, CA, USA) using 500 liz (Applied Biosystems, Foster City, CA, USA) as a size standard. Amplicon sizes were analyzed with GeneMapper 4.0 (Applied Biosystems, Foster City, CA, USA).
Data Analysis
Micro-Checker v2.2.3 [15] was used to detect genotyping errors due to null alleles, stuttering, or allele dropout. The FSTAT software [22] was used to estimate standard genetic diversity parameters: the number of alleles per locus (N A ), observed (H O ) and expected (H E ) levels of heterozygosity as well as the inbreeding coefficient F IS were estimated for each population. Genetic differentiation among populations was estimated using Weir and Cockerham's F ST [23] . Deviations from Hardy-Weinberg equilibrium (HWE) at each locus within each sample were tested in FSTAT using 5000 random permutations of alleles among individuals. Because of multiple testing within each sample, we used a nominal significance level of 0.01. Significance of the genetic differentiation among populations as measured by F ST was tested, based on 5000 random permutations of genotypes among populations.
Conclusions
The 11 polymorphic microsatellites developed for P. rhoeas proved reliable for population genetic studies. Based on a sample of populations clustered within roughly 150 km, we observed a level of genetic differentiation that was low but that increased significantly with geographical distances. This suggests that addressing population structure in P. rhoeas at a geographical scale larger than the scale considered here should reveal more genetic polymorphism and higher levels of genetic differentiation. On the other hand, fine-scale studies are necessary to elucidate the existence of some genetic structure within cultivated fields. Future studies, based on the 11 polymorphic microsatellites we developed, will enable a better understanding of the patterns of genetic diversity of P. rhoeas, providing information on population structure and dynamics that can be useful for guiding management strategies.
